Key indicators: single-crystal X-ray study; T = 298 K; mean (C-C) = 0.020 Å; R factor = 0.095; wR factor = 0.246; data-to-parameter ratio = 13.4.
Experimental
Crystal data 
Data collection
Bruker SMART CCD diffractometer Absorption correction: multi-scan (SADABS; Bruker, 2002) T min = 0.215, T max = 0.421 3645 measured reflections 1340 independent reflections 929 reflections with I > 2(I) R int = 0.087 Refinement R[F 2 > 2(F 2 )] = 0.095 wR(F 2 ) = 0.246 S = 1.07 1340 reflections 100 parameters 1 restraint H-atom parameters constrained Á max = 1.13 e Å À3 Á min = À0.74 e Å À3 Absolute structure: Flack (1983) , 539 Friedel pairs Flack parameter: 0.42 (9) Table 1 Hydrogen-bond geometry (Å , ). 
Data collection: SMART (Bruker, 2002) ; cell refinement: SAINT (Bruker, 2002) ; data reduction: SAINT; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008) ; program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: SHELXTL (Sheldrick, 2008) ; software used to prepare material for publication: SHELXTL. supplementary materials Acta Cryst. (2012) . E68, o3016 [doi:10.1107/S1600536812040123]
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Comment
As an extension of our study of 2-aminoheterocyclic compounds (Jin et al., 2012) , herein we report the crystal structure of 6-bromobenzo[d]thiazol-2-amine.
The single crystals of the title compound ( Fig.1) with the formula C 7 H 5 BrN 2 S was obtained by slow evaporating its methanol solution.
The 6-bromobenzo[d]thiazol-2-amine molecules ( Fig. 1 ) are linked together in head to tail fashion via the N-H···Br association to form one-dimensional chain running along the direction that made a dihedral angle of ca 30° with the a axis direction. Two neighboring chains were held together by the CH-Br interaction with C-Br distance of 3.402 Å generating one-dimensional double chain (Fig.2) . The double chains were stacked along the direction that is perpendicular with its extending direction by the CH-Br interaction with C-Br distance of 3.402 Å to form twodimensional sheet extending parallel to the ac plane. The sheets were further stacked along the b axis direction by the intersheet N-H···N hydrogen bonds to form three-dimensional ABAB layer network structure.
Experimental
The 6-bromobenzo[d]thiazol-2-amine (22.9 mg, 0.1 mmol) was dissolved in a methanol solution (8 ml). The solution was filtered into a test tube. The solution was left standing at room temperature for a month, light-yellow blocks were isolated after slow evaporation of the methanol solution to ca 3 ml in air.
Refinement
H atoms bonded N atoms were located in a6-Bromo-1,3-benzothiazol-2-amine difference Fourier map and refined isotropically. Other H atoms were positioned geometrically with C-H = 0.93 Å, and constrained to ride on their parent atoms with U iso (H) = 1.2Ueq(C).
Computing details
Data collection: SMART (Bruker, 2002) ; cell refinement: SAINT (Bruker, 2002) ; data reduction: SAINT (Bruker, 2002) ; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008) ; program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: SHELXTL (Sheldrick, 2008) ; software used to prepare material for publication:
SHELXTL (Sheldrick, 2008) . supplementary materials sup-2 Acta Cryst. (2012). E68, o3016
Figure 1
The structure of the title compound, showing displacement ellipsoids drawn at the 30% probability level.
Figure 2
One-dimensional double chain structure. Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
6-Bromo-1,3-benzothiazol-2-amine

Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 )
x y z U iso */U eq Br1 1.2451 (2) 0.69710 (7) (14) C6-C5-Br1 114.7 (13) N2-C1-S1 125.0 (13) C4-C5-Br1 120.7 (12) C2-C7-C6-C5 0 (3) C7-C2-C3-C4 0 (3) C2-N1-C1-N2 179.8 (19) N1-C2-C3-C4 −180.0 (17) C2-N1-C1-S1 0.3 (18) C7-C2-C3-S1 179.8 (17) C3-S1-C1-N2 −179.9 (18) N1-C2-C3-S1 0 (2) C3-S1-C1-N1 −0.4 (15) C1-S1-C3-C4 −180 (2) C6-C7-C2-C3 0 (3) C1-S1-C3-C2 0.4 (15) C6-C7-C2-N1 −179.9 (19) C7-C6-C5-C4 0 (3) C1-N1-C2-C7 180 (2) C7-C6-C5-Br1 −179.5 (15) C1-N1-C2-C3 0 (2) C3-C4-C5-C6 0 (3) C5-C4-C3-C2 0 (3) C3-C4-C5-Br1 179.6 (14) C5-C4-C3-S1 −179.7 (15)
Hydrogen-bond geometry (Å, º) 
